3/52 

CTG TCT TGG GTG CAT TGG AGO 49 
Leu Ser Trp Val His Trp Ser 
5 10 

CAT GCC AAG TGG TCC CAG GCT GCA 97 
His Ala Lys Trp Ser Gin Ala Ala 
20 25 

AAT CAT CAC GAA GTG GTG AAG TTC 14 5 

Asn His His Glu Val Val Lys Phe 

40 

TGC CAT CCA ATC GAG ACC CTG GTG 193 
Cys His Pro lie Glu Thr Leu Val 

55 

GAG ATC GAG TAG ATC TTC AAG CCA 2 41 

Glu lie Glu Tyr lie Phe Lys Pro 
70 75 

GGG GGC TGC TGC AAT GAG GAG GGC 2 89 

Gly Gly Cys Cys Asn Asp Glu Gly 
85 90 

TCC AAC ATC ACC ATG CAG ATT ATG 3 37 

Ser Asn lie Thr Met Gin lie Met 
100 105 

CAC ATA GGA GAG ATG AGC TTC CTA 3 85 

His lie Gly Glu Met Ser Phe Leu 

120 



Fig. Kii) 



SUBSTITUTE SHEET (RULE 26) 



2/52 



1 TCGGCCTCC GAAACC ATG AAC TTT CTG 

Met Asn Phe Leu 
1 

5 0 CTT GCC TTG CTG CTC TAG CTC GAG 

Leu Ala Leu Leu Leu Tyr Leu His 

15 

9 8 GCG ATG GCA GAA GGA GGA GGG GAG 

Pro Met Ala Glu Gly Gly Gly Gin 
30 35 

146 ATG GAT GTC TAT GAG GGG AGG TAG 
Met Asp Val Tyr Gin Arg Ser Tyr 
45 50 

194 GAG ATG TTG GAG GAG TAG CCT GAT 

Asp lie Phe Gin Glu Tyr Pro Asp 
60 65 

2 42 TCC TGT GTG GCC GTG ATG GGA TGC 

Ser Cys Val Pro Leu Met Arg Cys 

80 

2 90 CTC GAG TGT GTG GCC ACT GAG GAG 

Leu Glu Cys Val Pro Thr Glu Glu 

95 

33 8 CGG ATG AAA CCT GAG CAA GGG GAG 
Arg Ily Lys Pro His Gin Gly Gin 
110 115 



Fig. 1(i) 



SUBSTITUTE SHEET rRtile 26) 



4/5? 



3 86 CAG CAC AAC AAA TGT GAA TGC AGA 
Gin His Asn Lys Cys Glu Cys Arg 
125 130 

43 4 GAA AAT CCC TGT GGG COT TGC TCA 
Glu Asn Pro Cys Gly Pro Cys Ser 
140 145 

4 82 CAA GAT CCG CAG ACG TGT AAA TGT 

Gin Asp Pro Gin Thr Cys Lys Cys 

160 

53 0 TGC AAG GCG AGG CAG CTT GAG TTA 

Cys Lys Ala Arg Gin Leu Glu Leu 

175 

57 8 AAG CCG AGG CGG TGAGCCGGGC AGGAG 
Lys Pro Arg Arg 
190 

63 0 GAACCAGATC TCTCACCAGG 



Fig. Kiii) 



SUBSTITUTE SHEET (Rule 26} 



S/52 

CCA AAG AAA GAT AG A GCA AG A CAA 
Pro Lys Lys Asp Arg Ala Arg Gin 

135 

GAG CGG AGA AAG CAT TTG TTT GTA 
Glu Arg Arg Lys His Leu Phe Val 
150 155 

TCC TGC AAA AAC ACA GAC TCG CGT 
Ser Cys Lys Asn Thr Asp Ser Arg 
165 170 

AAC GAA CGT ACT TGC AGA TGT GAC 
Asn Glu Arg Thr Cys Arg Cys Asp 
180 185 

GAAGG AGCCTCCCTC AGCGTTTCGG 



Fig.Kiv) 



SUBSTITUTE SHEET (RULE 26) 




6/52 



1 /c o 

//52 


8/52 


Fig.2(i) 


Fig.2(ii) 



9/52 



W/52 



Fig2(iii) 



Fig 2(iv) 



11/52 



12/52 



Fig2(v) 



Fig 2(vi) 



SUBSTTTUTE SHEET (Ru\e 26) 



7/52 

1 CC ATG AGC CCT CTG CTC CGC CGC 

Met Ser Pro Leu Leu Arg Arg 
1 5 



48 



96 



288 



CTG GCC CCC GCC CAG GCC CCT GTC 
Leu Ala Pro Ala Gin Ala Pro Val 

20 

CAG AGG AAA GTG GTG TCA TGG ATA 
Gin Arg Lys Val Val Ser Trp lie 

35 



144 CAG CCC CGG GAG GTG GTG GTG CCC 
Gin Pro Arg Glu Val Val Val Pro 
50 55 

192 GTG GCC AAA CAG CTG GTG CCC AGC 
Val Ala Lys Gin Leu Val Pro Ser 
65 70 

240 GGC TGC TGC CCT GAC GAT GGC CTG 
Gly Cys Cys Pro Asp Asp Gly Leu 
80 85 



CAA GTC CGG ATG CAG ATC CTC ATG 
Gin Val Arg Met Gin lie Leu Met 

100 



33 6 GGG GAG ATG TCC CTG GAA GAA CAC 

Gly Glu Met Ser Leu Glu Glu His 

115 



Fig.2(i) 



CTG CTG 
Leu Leu 



TCC CAG 
Ser Gin 
25 

GAT GTG 
Asp Val 
40 

TTG ACT 
Leu Thr 



TGC GTG 
Cys Val 

GAG TGT 
Glu Cys 

ATC CGG 
lie Arg 
105 

AGC CAG 
Ser Gin 
120 



CTC GCC 
Leu Ala 
10 

CCT GAT 
Pro Asp 

TAT ACT 
Tyr Thr 



GTG GAG 
Val Glu 



ACT GTG 
Thr Val 
75 

GTG CCC 
Val Pro 
90 

TAC CCG 
Tyr Pro 



TGT GAA 
Cys Glu 



8/52 

GCA CTC 
Ala Leu 



GCC CCT 
Ala Pro 



CGC GCT 
Arg Ala 
45 

CTC ATG 
Leu Met 
60 

CAG CGC 
Gin Arg 



ACT GGG 
Thr Gly 

AGC AGT 
Ser Ser 



TGC AGA 
Cys Arg 
125 



CTG CAG 
Leu Gin 
15 

GGC CAC 
Gly His 
30 

ACC TGC 
Thr Cys 



GGC ACC 
Gly Thr 



TGT GGT 
Cys Gly 



CAG CAC 
Gin His 
95 

CAG CTG 
Gin Leu 
110 

CCT AAA 
Pro Lys 



Fig. 2(ii) 

SUBSTITUTE SHEET (RULE 26) 



9/52 

3 84 AAA AAG GAC AGT OCT GTG AAG CCA 
Lys Lys Asp Ser Ala Val Lys Pro 
130 135 

43 2 CGT CCC CAG CCC CGT TCT GTT CCG 

Arg Pro Gin Pro Arg Ser Val Pro 
145 150 



480 



CCC TCC CCA GCT GAC ATC ACC CAT 
Pro Ser Pro Ala Asp lie Thr His 
160 165 



52 8 GCC CAC GCT GCA CCC AGC ACC ACC 

Ala His Ala Ala Pro Ser Thr Thr 

180 

57 6 GCT GCC GCT GCC GAC GCC GCA GCT 
Ala Ala Ala Ala Asp Ala Ala Ala 

195 



Fig. 2 (Hi) 



SUBSTTTUTE SHEET (Rule 26) 



10/52 



GAC AGG GOT GCC ACT 
Asp Arg Ala Ala Thr 

140 

GGC TGG GAC TCT GCC 
Gly Trp Asp Ser Ala 

155 

CCC ACT CCA GCC CCA 
Pro Thr Pro Ala Pro 
170 

AGC GCC CTG ACC CCC 
Ser Ala Leu Thr Pro 
185 

TCC TCC GTT GCC AAG 
Ser Ser Val Ala Lys 
200 



CCC CAC CAC 431 
Pro His His 



CCC GGA GCA 47 9 

Pro Gly Ala 



GGC CCC TCT 52 7 

Gly Pro Ser 
175 

GGA CCT GCC 575 
Gly Pro Ala 
190 

GGC GGG GCT T 624 

Gly Gly Ala 

205 



Fig.2(iv) 



SUBSTITUTE SHEFT fRu\e, 2f>\ 



11/52 



625 


AGAGCTCAAC 


CCAGACACCT 


GCAGGTGCCG 


685 


GACTCAGCAG 


GGTGACTTGC 


CTCAGAGGCT 


745 


GGTAAAAAAC 


AGCCAAGCCC 


CCAAGACCTC 


805 


GCCTCTCAGA 


GGGCTCTTCT 


GCCATCCCTT 


865 


GAGTTGGAAG 


AGGAGACTGG 


GAGGCAGCAA 


825 


GGAGTACTGT 


CTCAGTTTCT 


AACCACTCTG 


985 


CTCCCCTCAC 


TAAGAAGACC 


CAAACCTCTG 


1045 


CTGTGACCCC 


CAACCCTGAT 


AAAAGAGATG 



Fig. 2(v) 



SUBSTTTUTE SHEET (Tlule 26) 



12/52 



GAAGCTGCGA 


AGGTGACACA 


TGGCTTTTCA 


684 


ATATCCCAGT 


GGGGGAACAA 


AGGGGAGCCT 


744 


AGCCCAGGCA 


GAAGCTGCTC 


TAGGACCTGG 


804 


GTCTCCCTGA 


GGCCATCATC 


AAACAGGACA 


864 


GAGGGGTCAC 


ATACCAGCTC 


AGGGGAGAAT 


924 


TGCAAGTAAG 


CATCTTACAA 


CTGGCTCTTC 


984 


CATAATGGGA 


TTTGGGCTTT 


GGTACAAGAA 


1044 


GAAGGAAAAA 


AAAAAAAAAA 




1094 



Fig,2(vi) 



SUBSTITUTE SHEET (Rule 26) 



13/52 



U/52 



Fig. 30) 



15/52 



Fig.3(ii) 



SUBSTITUTE SHEET (RULE 26) 



o o 

W52 

>VEGF_HUMAN VEGF_HUMAN VASCULAR ENDOTHELIAL 

(VASCULAR 215 AA . 
LENGTH = 215 

SCORE = 181 (92.4 BITS), EXPECT = 6.4e-20, 
IDENTITIES = 33/75 (44%), POSITIVES = 48/75 



+ + + W +DVY R+ C + P E -fV 



QUERY : 


31 


SB JCT : 


36 


QUERY : 


91 


SB JCT : 


96 


SCORE = 


76 



PT + + MQI+ 1+ 



(38.8 BITS), EXPECT = 0.0011, 
IDENTITIES = 12/19 (63%), POSITIVES = 16/19 

QUERY: 110 QLGEMSLEEHSQCECRPKK 12 8 

-t-+GEMS +H+ CECRPKK 
SB JCT: 116 HIGEMSFLQHNKCECRPKK 13 4 

SCORE = 72 (36.8 BITS), EXPECT = 0.0046, 
IDENTITIES = 14/21 (66%), POSITIVES = 15/21 

QUERY: 2 02 RCQGRGLELNPDTCRCRKLRR 2 22 

RC +R LELN TCRC K RR 
SB JCT: 19 5 RCKARQLELNERTCRCDKPRR 215 

SCORE = 46 (23.5 BITS), EXPECT =47., 
IDENTITIES = 6/10 (60%), POSITIVES = 9/10 

QUERY: 187 DPRTCRCRCR 196 

DP+TC+C C+ 
SBJCT: 181 DPQTCKCSCK 190 r-- 

SUBSTITUTE SHEET (RULE 26) '^3' ^ ' 



1 <^ i /jA Ui/o/uuuv-^ 



15/52 

GROWTH FACTOR PRECURSOR (VEGF) 



P = 6.4e-20 
(64%) 

MGTVAKQLVPSCVTVQRCGGCCPDDGLECV 9 0 

+ PSCV + RCGGCC D+GLECV 

PDEIEYIFKPSCVPLMRCGGCCNDEGLECV 95 



POISSON P(2) = 9.1e-12 
(84%) 



POISSON P(3) = 3.6e-18 
(71%) 



POISSON P(4) = 7.3e-10 
(90%) 



Fig. 3(i) 

SUBSTITUTE SHEET (RULE 26) 











16/52 


17/52 




18/52 


FigA(i) 




FigA(ii) 


19/52 




20/52 


FigA(iii) 




Fig.A-dv) 



SUBSTTTUTE SHEET (Rule 26) 



17/52 



Gap Weight: 3. 0 0 Average Match: 1.0 00 

Length Weight: 0.100 Average Mismatch :- 0 . 9 00 
Quality: 100 . 9 Length : 739 

Ratio:0.175 Gaps:30 
Percent Percent 
Similarity: 69.7 03 Identi ty : 69 . 703 

2 8 ATGAGCCCTCTGCTCCGCCGCCTGC 

mi I IIIIM I II 

17 ATGAACTTTCTGCT GTCT . . 



57 



6 8 TGCAGCTGGCCCCCGCCCAGGCCCC 

Ml Ml M I III Ml 

TGCTGCTCTACCTCCACCATGCCAA 



118 




106 


Ill II 

AGAAGGAGGAGGGCAGAATCATCAC 


140 


GTGTATACTCGC . GCTACCTGCCAG 


152 


M Ml III MM MUM 

GTCTATCAGCGCAGCTA . CTGCCAT 


194 


T. . . .GA CTGTGGAGCTCAT 


201 


1 M III III II 

TCCAGGAGTACCCTGATGAGATCGA 


235 


CCCAGCTGCGTGACTGTGCAGCGCT 


239 


II Ml III 1 II Ml 1 

CCATCCTGTGTGCCCCTGATGCGAT 


285 


CCTGGAGTGTGTGCCCACTGGGCAG 


289 


MMMMMMMMMM 1 II 

CCTGGAGTGTGTGCCCACTGAGGAG 




FigMi) 




SUBSnrUTE sheet rRule 26) 



18/52 




i\ m 

1 LjU 1 L-OCCGCACT CC 


67 


M nil 1 

. . . TGGGTGCATTGGAGCCTTGCCT 


56 


-L ^1 i v^L.CAC:tCCTGATGCCCCTGGC 

iiiiii III III nil 

GTGGTCCCAGGCTGCA . CCCATGGC 


117 


105 


. 1 1 Cj . . . . TCATGGATAGAT 

Mllllll IIIM III 

Kji\jriSjj 1 tjQj 1 GAAGTTCATG .... GAT 


147 


151 


L.<_L.L,OGGAG . . . GTGGTGGTGCCCT 


193 


M III IIIIII II 

L.L,AA.l CCjjAGACCCTGGTGGACATCT 


200 


GGGCACCGTGGCCAAACAGCTGGTG 


234 


1 Ml 1 Ml 1 

^ 1 ^^J\ lull. . . C AA G 


238 


<oi LjCjI LrLrCTGCTGCCCTGACGATGG 


284 


1 II IMIIIIII IIIIII II 

GCGGGGGCTGCTGCAATGACGAGGG 


288 


CACCAAGTCCGGATGCAGAT 

1 1 II Mllllll 

TCCAACATCACCATGCAGATTATGC 


329 


338 



FigAdi) 

SUBSTITUrrSHEET (RULE 26) 



19/52 



^ ^ 0 CCTCATGATCCGGTACC 

I I I I I I 
3 3 9 GGATCAAACCTCA c 

GTCCCTGGAAGAACACAGCCAGTGT 

III II nil I I III 

GAGCTTCCTACAGCACAACAAATGT 



369 
376 
419 
423 
469 



GTGCTGTGAAGCCAGACAGGGCTGC 

I III Mill I 

G AGCAAGACAAG 



CGTTCTGTTCCGGGCTGGGACTCTG 

Ml II Ml II 

443 . . . TGTGGGCCTTGCTCAGA 

519 CATCACCCATCCCACTCCAGCCCCA 
468 

^ ^ 5 GO ACCACCAGCGCCC 

..a " III 

4 6 9 GCATTTGTTTGTACAA 

60 9 TGCCGACGCCGCAGCTTCCTCCGTT 

.no "II I III II INI 

5 09 TG . CAAAAACACAGACTC . . GCGTT 

657 AACCCAGACACCTGCAGGTGCCGGA 
III I 

5 54 AACGAACGTACTTGCAGATGTGACA 

Fig.A-(iii) 

SUBSTITUTE SHEET rRitl*- 



20/52 


CGAGCAGTCAGC . . . TGGGGGAGAT 

1 t 1 1 1 1 1 t ■ . 

1 N 1 Mil 1 II Mill 

CAAG . . GCCAGCACATAGGAGAGAT 


368 


375 


GAATGCAGACCTAAAAAAAAGGACA 

1 1 I t 1 1 1 1 1 1 1 r . . 

• Ml II II Nil III II II 1 

GAATGCAGACC . . . AAAGAAAGATA 


418 


422 


CACTCCCCACCACCGTCCCCAGCCC 

1 nil 


468 




442 


CCCCCGGAGCACCCTCCCCAGCTGA 
Mill 1 


518 



• . . GCGGAGAA .... 


467 


GGCCCCTCTGCCCACGCTGCACCCA 

1 


568 


TGACCCCCGGACCTGCCGCTGCCGC 


468 
608 


II M 1 III II II 1 

. GATCCGCAGACGTGTAAATGTTCC 


508 


• GCCAAGGGCGGGGC . . TTAGAGCTC 


656 


N MM Ml 1 III 1 

GC . . AAGGCGAGGCAGCTTGAGTTA 


553 


AGCTGCGAAGGTGA 


695 


AGCCGAGGCGGTGA 


592 



FigAiiv) 

SUBSTITUTE SHEET (RULE 26) 



o 

Q 



21/52 


22/52 


23/52 


2U/52 


Fig.5(i) 


Fig.5(ii) 


Fig.5(iii) 


25/52 


26/52 


27/52 


Fig.5(iv) 


Fig.5{v) 


Fig.5(vi) 



SUBSTITUTE SHEET (RULE 26) 



o 



o 
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165SOMSQ.MSF.msf MSF:687 

Type: D Tuesday, June 20, 1995 

Check : 3140 



VEGF165 
SOM17 5 
SOM175-e6 
SOM175-e6&7 
SOM175-e4 



VEGF165 
SOM175 
SOM175-e6 
SOM175-e6&7 
SOM17 5-e4 



VEGF165 
SOM175 
SOM175-e6 
SOM175-e6&7 
SOM175-e4 



VEGF165 
SOM17 5 
SOM175-e6 
SOM175-e6&7 
SOM175-G4 



1 

ATGAACTTTCTGCTGTCTTGGGTG 
ATGAGCCCTCTGCTCCGCCGCCTG 
ATGAGCCCTCTGCTCCGCCGCCTG 
ATGAGCCCTCTGCTCCGCCGCCTG 
ATGAGCCCTCTGCTCCGCCGCCTG 

81 

CACCCATGGCAGAAGGAGGAGGGC 
TGCCCCTGGCCACCAGAGGAAAGT 
TGCCCCTGGCCACCAGAGGAAAGT 
TGCCCCTGGCCACCAGAGGAAAGT 
TGCCCCTGGCCACCAGAGGAAAGT 

161 

CCAATCGAGACCCTGGTGGACATC 
GTGGTGGTGCCCTTGACTG . TGGA 
GTGGTGGTGCCCTTGACTG . TGGA 
GTGGTGGTGCCCTTGACTG . TGGA 
GTGGTGGTGCCCTTGACTG . TGGA 

241 

GATGCGATGCGGGGGCTGCTGCAA 
GCAGCGCTGTGGTGGCTGCTGCCC 
GCAGCGCTGTGGTGGCTGCTGCCC 
GCAGCGCTGTGGTGGCTGCTGCCC 
GCAGCGCTGTGGTGGCTGCTGCCC 



Fig.5(i) 

SUBSTITUTE SHEET (RULE 26) 



23/52 



CATTGGAGCCTTGCCTTGCTGCTCTACC 
CTGCTCGCCGCACTCCTGCAGCTGGCCC 
CTGCTCGCCGCACTCCTGCAGCTGGCCC 
I CTGCTCGCCGCACTCCTGCAGCTGGCCC 
I CTGCTCGCCGCACTCCTGCAGCTGGCCC 



AGAATCATCACGAAGTGGTGAAGTTCAT 
GGTGTCATGGATAGATGTGTATACTCGC 
GGTGTCATGGATAGATGTGTATACTCGC 
GGTGTCATGGATAGATGTGTATACTCGC 
GGTGTCATGGATAGATGTGTATACTCGC 



TTCCAGGAGTACCCTGATGAGATCGAGT 
GCTCATGGGCACCGTGGCCAAAC . . AGC 
GCTCATGGGCACCGTGGCCAAAC . .AGC 
GCTCATGGGCACCGTGGCCAAAC . . AGC 
GCTCATGGGCACCGTGGCCAAAC. .AGC 



TGACGAGGGCCTGGAGTGTGTGCCCACT 
TGACGATGGCCTGGAGTGTGTGCCCACT 
TGACGATGGCCTGGAGTGTGTGCCCACT 
TGACGATGGCCTGGAGTGTGTGCCCACT 
TGACGATGGCCTGGAGTGTGTGCCCACT 

Fig. 5(ii) 

SUBSTITUTE SHEET (RULE 26) 



2^52 



80 

TCCACCATGCCAAGTGGTCCCAGGCTG . 

CCGCCCAGGCCCCTGTCTCCCAGCCTGA 

CCGCCCAGGCCCCTGTCTCCCAGCCTGA 

CCGCCCAGGCCCCTGTCTCCCAGCCTGA 

CCGCCCAGGCCCCTGTCTCCCAGCCTGA 

160 

GGATGTCTATCAGCGCAGCTACTGCCAT 

G CTACCTGC . CAGCC . CCGGGAG 

G CTACCTGC . CAGCC . QCGGGKQ 

G CTACCTGC . CAGCC . CCGGGAG 

G CTACCTGC . CAGCC . CCGQQKQ 

240 

ACATCTTCAAGCCATCCTGTGTGCCCCT 

TGGTGCCCAG CTGCGTGACTGT 

TGGTGCCCAG CTGCGTGACTGT 

TGGTGCCCAG CTGCGTGACTGT 

TGGTGCCCAG CTGCGTGACTGT 

320 

GAGGAGTCCAACATCACCATGCAGATTA 
GGGCAGCACCAAGTCCGGATGCAGATCC 
GGGCAGCACCAAGTCCGGATGCAGATCC 
GGGCAGCACCAAGTCCGGATGCAGATCC 
GGGCAGCACCAAGTCCGGATGCAGA . . . 



Fig.5(iii) 




3.21 



VEGF165 TGCGGATCAAACCTCACCAAGGCC 

SOMl 7 5 TCATGATCCGG . . . TACCCGAGCA 

SOM17 5-e6 TCATGATCCGG. . .TACCCGAGCA 

SOM175-e6&7 TCATGATCCGG. . .TACCCGAGCA 
SOM175-e4 



VEGF165 
SOMl 7 5 
SOM175-e6 
SOM175-e6&7 
SOM175-e4 



VEGF16 5 
SOMl 7 5 
SOM175-e6 
SOM175-e6&7 
SOM175-e4 



VEGF165 
SOMl 7 5 
SOM175-E6 
SOM175-e6&7 
SOM175-e4 



VEGF165 
SOMl 7 5 
SOM175-e6 
SOM175-e6&7 
SOM175-e4 



401 

AAGAAAGATAG AGCAA 

AAAAAGGACAGTGCTGTGAAGCCA 
AAAAAGGACAGTGCTGTGAAGCCA 
AAAAAGGACAGTGCTGTGAAGCCA 
AAAAAGGACAGTGCTGTGAAGCCA 

481 

AAGCA 

CTCTGCCCCCGGAGCACCCTCCCC 



CTCTGCCCCCGGAGCACCCTCCCC 
561 

A GATCCGCA 

GCACCACCAGCGCCCTGACCCCCG 
GCACCACCAGCGCCCTGACCCCCG 

GCACCACCAGCGCCCTGACCCCCG 
641 

TTGAGTTAAACGAACGTACTTGCA 
TAGAGCTCAACCCAGACACCTGCA 
TAGAGCTCAACCCAGACACCTGCA 

TAGAGCTCAACCCAGACACCTGCA 



Fig.5(iv) 
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AGCACATAGGAGAGATGAGCTTCCTACA 
GTCAGCTGGGGGAGATGTCCCTGGAAGA 
GTCAGCTGGGGGAGATGTCCCTGGAAGA 
GTCAGCTGGGGGAGATGTCCCTGGAAGA 



GACAAGAA. . . .AATCCCTGTGG 

GACAGGGCTGCCACTCCCCACCACCGTC 
GATAG 

GATAG *.*.'*' 

GACAGGGCTGCCACTCCCCACCACCGTC 



AGCTGACATCACCCATCCCACTCCAGCC 
CC 

AGCTGACATCACCCATCCCACTCCAGCC 



GACGTGTAAATGTTCCTGCAAAAAC . AC 
GACCTGCCGCTGCCGCTGCCGACGCCGC 
GACCTGCCGCTGCCGCTGCCGACGCCGC 



GACCTGCCGCTGCCGCTGCCGACGCCGC 

687 

GATGTGACAAGCCGAGGCGGTGA 
GGTGCCGGAAGCTGCGAAGGTGA 
GGTGCCGGAAGCTGCGAAGGTGA 
. GTGCCGGAAGCTGCGAAGGTGA 
GGTGCCGGAAGCTGCGAAGGTGA 

Fig.5(v) 

STJR5;7TTTJTF SHEET HliiTe ^f^ 



1 l//\.OVO*v/uw ^--t 

27/52 



GCACAACAAATGTGAATGCAGACC A 
ACACAGCCAGTGTGAATGCAGACCTAAA 
ACACAGCCAGTGTGAATGCAGACCTAAA 
ACACAGCCAGTGTGAATGCAGACCTAAA 
CCTAAA 

480 

GCCTTGCTCAGAGCGGAGA 

CCCAGCCCCGTTCTGTTCCGGGCTGGGA 



CCCAGCCCCGTTCTGTTCCGGGCTGGGA 



560 

TTTGTT TGTAC . . A 

CCAGGCCCCTCTGCCCACGCTGCACCCA 
CCAGGCCCCTCTGCCCACGCTGCACCCA 



CCAGGCCCCTCTGCCCACGCTGCACCCA 



640 

AGACTCG . . CGTTGCAAGGCGAGGCAGC 
AGCTTCCTCCGTTGCCAAGGGCGGGGCT 
AGCTTCCTCCGTTGCCAAGGGCGGGGCT 



AGCTTCCTCCGTTGCCAAGGGCGGGGCT 



Fig.Bivi) 



o 



o 
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